: Possible location of a CGI with regard to the CCDS. Figures S2-S29: Histograms of read methylation of all 14 candidate CGIs (both methylomes). Figures S30-S34 : IGV screen shots of the five CGIs studied in detail (methylome 1). Table S4 : Primer sequences. Table S5 .1-S5.3: Deep bisulfite methylation analysis in monocyte DNA samples from heterozygous individuals (ASRGL1, PARP11, PDXDC1) Fig. S1 : Possible location of a CGI with regard to the CCDS. In black, a schematic view of a CCDS containing transcription start (txStart), start of the CDS (CDSStart), end of the CDS (CDSEnd) and the transcription end (txEnd). Five classes for CGI characterisation are defined, where a CGI can overlap no, one or more classes. The classes are (visualised in blue): TSS (the 200 bp region upstream of the transcription start site), 5'UTR, CDS(Exon), CDS(Intron) and 3'UTR. 
